Key indicators: single-crystal X-ray study; T = 296 K; mean (C-C) = 0.005 Å; R factor = 0.041; wR factor = 0.108; data-to-parameter ratio = 14.0.
In the title compound, C 16 H 12 BrNO 3 , the butyrolactone core adopts the furan-2(5H)-one structure and forms dihedral angles of 44.80 (17) and 65.73 (18) with the bromobenzene and phenol rings, respectively. In the crystal, N-HÁ Á ÁO and O-HÁ Á ÁO hydrogen bonds link the molecules, generating R 4 3 (26) loops The edge-fused rings extend to form a chain running along the b-axis direction and C-HÁ Á Á contacts help to consolidate the packing. 
Related literature

Data collection
Bruker APEX CCD diffractometer Absorption correction: multi-scan (SADABS; Sheldrick, 1996) T min = 0.597, T max = 0.762 7599 measured reflections 2725 independent reflections 1650 reflections with I > 2(I) R int = 0.035 Refinement R[F 2 > 2(F 2 )] = 0.041 wR(F 2 ) = 0.108 S = 1.01 2725 reflections 195 parameters H atoms treated by a mixture of independent and constrained refinement Á max = 0.27 e Å À3 Á min = À0.59 e Å À3 Table 1 Hydrogen-bond geometry (Å , ).
Cg1 is the centroid of the C1-C6 ring. Data collection: SMART (Bruker, 2000); cell refinement: SAINT (Bruker, 2000); data reduction: SAINT; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: SHELXTL (Sheldrick, 2008); software used to prepare material for publication: SHELXTL.
Comment
Many compounds with γ-butyrolactone-core (furanone) show diverse biological activities such as antitumor and anti-inflammatory activity (Bailly et al., 2008; Weber et al., 2005) . Recently, Xiao and his co-workers reported that 4-alkylamino or 4-arylamino derivatives of 3-arylfuran-2(5H)-one are potent inhibitors against tyrosyl-tRNA synthetase (TyrRS) (Xiao et al., 2011a and 2011b) , one of the aminoacyl-tRNA synthetases (aaRSs). Herein, we report the crystal structure of the title compound (I) ( Fig. 1) , an 3-aryl-4-arylaminofuran-2(5H)-one.
The bond C7-C10 (1.364 (4) Å) was assigned as a double bond, and the title compound was therefore identified as a furan-2(5H)-one (Xiao et al., 2010; Xiao et al., 2011c) . C10-N1 (1.332 (4) Å) bond has shorter bond distance than the standard C-N single bond (1.48 Å), but longer than C-N double bond (1.28 Å). This clearly indicated that a p orbital of N1 is conjugated with the π molecular orbital of C7-C10 double bond. However, the bond distance of C11-N1 is 1.437 (4) Å, much longer than that of C10-N1. This may be caused by the large dihedral angle [65.76 (28) °] between the amino group (C10, C11, N1 and H1) and the 4-hydroxybenzene ring, which significantly disrupted the conjugation between N1 and its attached benzene ring.
In the crystal, four molecules of I are connected by intermolecular N1-H1···O1 and O3-H3A···O1 interactions to generate a ring motif described by a graph-set motif of R 4 3 (26) (Fig. 2) . The edge-fused rings extend to form a sheet running along the b axis. The resulted sheet is further stablized by C-H···π contacts (Fig. 3) .
Experimental 3-(4-bromophenyl)-4-hydroxyfuran-2(5H)-one (255 mg, 1 mmol) was prepared according to the procedure described by Xiao (Xiao et al., 2011a) , which was added into a mixture of 4-hydroxyaniline (130 mg, 1.2 mmol) and p-toluene sulphonic acid (6.8 mg, 0.04 mmol). The resulted mixture was heated to 370 K for 10 min. Nine ml of toluene was then added and refluxed for 6 h. After toluene was removed under reduced pressure, the residue was purified by column chromatography on silica gel, eluting with EtOAc/petroleum ether (v/v = 2/1), which furnished colorless blocks of I by slow evaporation at room temperature.
Refinement
The H atom bonded to N1 was located in difference Fourier maps, and all other H atoms were placed in geometrically idealized positions and constrained to ride on their parent atoms with C-H = 0.93 Å for aromatic H atoms, 0.97 Å for CH 2 type H atoms and O-H = 0.82 Å hydroxyl group, respectively. U iso (H) values were set at 1.2 times U eq (C) for all H atoms, and at 1.5 times U eq (O) for hydrogxyl group. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating Rfactors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
x y z U iso */U eq Br1 −0.33348 (4) 0.01420 (6) −0.05871 (2) 0.0870 (2) 
Hydrogen-bond geometry (Å, °)
Cg1 is the centroid of the C1-C6 ring. supplementary materials sup-7 
